Ref 
# 


Hits 


Search Query 


DBs 


Default 
Operator 


Plurals 


Time Stamp 


- LI ^ 


'iyj-14': 


N2 near2 vh nearvk near (gene 
adjllll) 


US-PGPUB; 

; u$M i ■:": 

EPO; ; 
DERWENT 


OR| 


OFF : i 


;200E 


5/06/28 14:12 


L2 


0 


N2 near2 domain near5 binding 
near5 anchoring 


US-PGPUB; 

USPAT; 

EPO; 

DERWENT 


OR 


OFF 


2005/06/28 14:12 


L3 




N2 near2 domain near5 binding 
nearlO anchor 


US-PGPUB; 
USPAT; !: 
EPO; 

DERWENT 


OR 


OFF 


IIS 


5/06/28 14:12: 


L4 


0 


N2 near 5 domain near8 binding 
nearlO anchoring 


US-PGPUB; 

USPAT; 

EPO; 

DERWENT 


OR 


OFF 


2005/06/28 14:14 


L5 , 




N2 near5 Cd80 nearS vh near3 vl 


US-PGPUB; 

USPAT; 

EPO; 

DERWENT; 


OR 


OFF : 


2005/06/2814:14 


L6 


0 


N2 near5 Cd80 near5 vh 


US-PGPUB; 

USPAT; 

EPO; 

DERWENT 


OR 


OFF 


2005/06/28 15*02 


L7 


7 


yeast nearlO anchor? 


US-PGPUB; 

USPAT; 

EPO; 

DERWENT 


OR 


OFF 


2005/06/28 15:15 


L8 


1 


("5837242").PN. 


USPAT; 
EPO 


OR 


OFF 


2005/06/28 16:36 


L9 : 


1 


C , 5869620").PI\I; 


USPAT; 
EPO 


OR 


OFF 


2005/06/28 15:54 


L10 


11 


CD80 same CD3 same CD16 


USPAT; 
EPO; 

DERWENT 


OR 


OFF 


2005/06/28 16:43 


Lll 


111 


N2 same (yh or vl) 


USPAT; 
EPO; 

DERWENT 


OR 


OFF 


2005/06/28 16:43 


L12 


1 


N2 same (vh or vl) same domain 


USPAT; 
EPO; 

DERWENT 


OR 


OFF 


2005/06/28 16:46 


L13 ;: .: 


;:j;: 39 :: 


:|NI2 riear8 (vh or vl) 


USPAT; 
EPO; 

DERWENT 


OR ; 


OFF : :i : 


2005/06/28 16:46 
















L14 


32 


N2 near5 (vh or vl) 


USPAT; 
EPO; 

DERWENT 


OR 


OFF 


2005/06/28 16:46 



Search History 6/28/05 5:34:28 PM Page 1 



L15 


0 


N2 near5 (vh or vl) near8 (gene 
adjl III) 


USPAT; 
EPO; 

DERWENT 


OK 


/"tec 
Urr 


2005/06/28 16:56 






N2 nea*5 \(vti^^ 


; . USPAT; • 




---;::•:;:: 


2005/06/28 16:47" 




:EPO;|:: i 

■ DERWENT 






L17 


0 


N2 near5 (vH or vL) nearl5 III 


USPAT; 
EPO; 

HCDW/CMT 
ULKVVLIN 1 


OR 


OFF 


2005/06/28 16:48 


L18 ; 


..■!:=1h.::i: :: ;J : ; 


N2 nearS (vHi.br vL) nearl5 gene • 


=; US-PGPUB;: 


OR 


onIl 


2005/06/28:16:48 








:: USPAT; 
i EPQ;JPO;; 














i ; DERWENT ii 








L19 


0 


N2 nearlO (vH or vL) near20 gene 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


ON 


2005/06/28 16:50 


IL20 


.!•.,,■: '..ill: 


(?6027930").PN. ; : f 


USPAT; :i 


OR 


: QFF #: 


2005/06/28 16:50 : 


L21 


0 


N2 near8 (gene adjl III) 


j, iiEPO j 

USPAT; 

FDfV 

DERWENT 


OR 


OFF 


2005/06/28 16:56 


L22 


0 


N2 riear20 (gene adjl III) . 


US-PGPUB; 

USPAT;;:;::!: 


OR ' 


OFF . 


2005/06/28 16:57 








EPO; : 














DERWENT ! 








L23 


1 


N2 near20 phage near20 (vh or vl 
or antibody) 


US-PGPUB; 

USPAT; 

EPO; 

DERWENT 


OR 


OFF 


2005/06/28 16:57 



Search History 6/28/05 5:34:28 PM Page 2 



L15 


0 


N2 nearS (vh or vl) near8 (gene 
adjl III) 


USPAT; 
EPO; 

DERWENT 


OR 


OFF 


2005/06/28 16:56 






i;N2 near5 (yh op yi) ri^arlB III;;! 


:.USPAT; 
;EPO;r 
DERWENT ; 


OR" ..; 


" ypF^f:. 


: ; 20 : 05/06/28 16:47: 


L17 


0 


N2 near5 (vH or vL) nearlS III 


USPAT; 

trU, 

DERWENT 


OR 


OFF 


2005/06/28 16:48 


; L18 


:::::::::::::::::::::::/?\::: 
i:. J;!;;; ;:;;V:::0::: 


N2 nearS (vH or vL);nearl5 gene 


■ US-PGPUB; - 
; USPAT; { r 


OR;.:::. 


;:: .ON;;; 


; ; zUUd/ Up/ ,40 ; 16 : 4q ; ; 








EPO; JPO; J 
: DERWENT : 




















t 1Q 


n 

u 


N9 npai-1 0 A/H nr \/l ^ nparOO npnp 


USPAT; 
EPO; JPO; 
DERWENT 


OR 
WIN. 


ON 


2005/06/28 16-50 


;l20 






: :USPAT; :: 


:6r ■ : : ;,; 


•OFF :; 


2005/06/2816:50:: 








;;EP ; 0;;;; : ; 










n 


nparft fnpnp arlil TT*n 
iNt. Medio ^yciic aujj. mj 


1 I^PAT- 

EPO; 

DERWENT 


OR 

WIN 


OFF 


2005/06/28 16-56 




li -0::: 


N2 nearZO (gene adjl III): 


US-PGPUB; 


OR ■:;:: 


: OFF 


2005/06/28 16:57 ; 








USPAT;:: 














: EP Q, 

; DERWENT : 

US-PGPUB; 

USPAT; 

EPO; 

DERWENT 








L23 


1 


N2 near20 phage near20 (vh or vl 
or antibody) 


OR 


OFF 


2005/06/28 17:44 


L24 




;("6667i5d").PN; \j;; : -: j -\:^:t:i 


: USPAT; :: 


OR;-:; ; 


:t ; :off|:]| 


2005/06/2817:46;; 








EEPp 








L25 


14 


N2 same coli same domain 


US-PGPUB; 

USPAT; 

EPO; 

DERWENT 


OR 


OFF 


2005/06/28 17:46 



Search History 6/28/05 6:25:49 PM Page 2 



Connecting via Winsock to STN 



Welcome to STN International! Enter x:x 
LOGINID : sssptal64 lcxc 
PASSWORD : 

TERMINAL (ENTER 1, 2, 3, 0R?):2 



★ * 


★ * 


★ * 


* 


NEWS 


1 






NEWS 


2 






NEWS 


3 


FEB 


28 


NEWS 


4 


FEB 


28 


NEWS 


5 


MAR 


02 


NEWS 




MAR 


03 


NEWS 


7 


MAR 


03 


NEWS 


8 


MAR 


22 


NEWS 


9 


MAR 


22 


NEWS 


10 


MAR 


22 


NEWS 


11 


MAR 


22 


NEWS 


12 


APR 


04 


NEWS 


13 


APR 


04 


NEWS 


14 


APR 


18 


NEWS 


15 


APR 


25 


NEWS 


16 


APR 


28 


NEWS 


17 


MAY 


23 


NEWS 


18 


MAY 


23 


NEWS 


19 


JUN 


06 


NEWS 


20 


JUN 


06 


NEWS 


21 


JUN 


13 


NEWS 


22 


JUN 


13 


NEWS 


23 


JUN 


20 


NEWS 


24 


JUN 


27 



NEWS EXPRESS 



* Welcome to STN International ********** 

Web Page URLs for STN Seminar Schedule - N. America 
"Ask CAS" for self-help around the clock 
PATDPAFULL - New display fields provide for legal Status 
data from INPADOC 

BABS - Current -awareness alerts (SDIs) available 

GBFULL: New full -text patent database on STN 

REGI STRY/ ZREGI STRY - Sequence annotations enhanced 

MEDLINE file segment of TOXCENTER reloaded 

KOREAPAT now updated monthly; patent information enhanced 

Original IDE display format returns to REGI STRY/ZREGI STRY 

PATDPASPC - New patent database available 

REGI STRY/ ZREGI STRY enhanced with experimental property tags 
EPFULL enhanced with additional patent information and new 
fields 

EMBASE - Database reloaded and enhanced 

New CAS Information Use Policies available online 

Patent searching, including current -awareness alerts (SDIs),, 

based on application date in CA/CAplus and US PATFULL/US PAT2 

may be affected by a change in filing date for U.S. 

applications . 

Improved searching of U.S. Patent Classifications for 

U.S. patent records in CA/CAplus 

GBFULL enhanced with patent drawing images 

REGISTRY has been enhanced with source information from 

CHEMCATS 

STN Patent Forums to be held in June 2 005 
The Analysis Edition of STN Express with Discover! 
(Version 8.0 for Windows) now available 
RUSSIAPAT: New full-text patent database on STN 
FRFULL enhanced with patent drawing images 
MEDICONF to be removed from STN 

MARPAT displays enhanced with expanded G-group definitions 
and text labels 



JUNE 13 CURRENT WINDOWS VERSION IS V8 . 0 , CURRENT 
MACINTOSH VERSION IS V6.0c(ENG) AND V6.0Jc(JP), 
AND CURRENT DISCOVER FILE IS DATED 13 JUNE 2005 



NEWS HOURS STN Operating Hours Plus Help Desk Availability 

NEWS INTER General Internet Information 

NEWS LOGIN Welcome Banner and News Items 

NEWS PHONE Direct Dial and Telecommunication Network Access to STN 

NEWS WWW CAS World Wide Web Site (general information) 

Enter NEWS followed by the item number or name to see news on that 
specific topic. 



All use of STN is subject to the provisions of the STN Customer 
agreement. Please note that this agreement limits use to scientific 
research. Use for software development or design or implementation 
of commercial gateways or other similar uses is prohibited and may 
result in loss of user privileges and other penalties. 

************** stn Columbus ********.******* 
FILE 1 HOME ' ENTERED AT 15:06:01 ON 28 JUN 2005 

=> eukaryotic (8A) (anchoring or anchor or anchored) 
THIS COMMAND NOT AVAILABLE IN THE CURRENT FILE 

Some commands only work in certain files. For example, the EXPAND 
command can only be used to look at the index in a file which has an 
index. Enter " HELP COMMANDS" at an arrow prompt {=>) for a list of 
commands which can be used in this file. 

=> file .meeting 

' EVENTLINE ' IS NOT A VALID FILE NAME 

Enter "HELP FILE NAMES" at an arrow prompt (=>) for a list of files 
that are available. If you have requested multiple files, you can 
specify a corrected file name or you can enter "IGNORE" to continue 
accessing the remaining file names entered. 
ENTER A FILE NAME OR (IGNORE) : ignore 

COST IN U.S. DOLLARS SINCE FILE TOTAL 

ENTRY SESSION 

FULL ESTIMATED COST 0.42 0.42 

FILE ' AGRICOLA 1 ENTERED AT 15:07:05 ON 28 JUN 2005 
FILE 'BIOTECHNO' ENTERED AT 15:07:05 ON 28 JUN 2005 

COPYRIGHT (C) 2005 Elsevier Science B.V., Amsterdam. All rights reserved. 

FILE 'CONFSCI* ENTERED AT 15:07:05 ON 28 JUN 2005 
COPYRIGHT (C) 2005 Cambridge Scientific Abstracts (CSA) 

FILE 'HEALSAFE' ENTERED AT 15:07:05 ON 28 JUN 2005 
COPYRIGHT (C) 2005 Cambridge Scientific Abstracts .(CSA) 



FILE ' IMSDRUGCONF * ENTERED AT 15:07:05 ON 28 JUN 2005 
COPYRIGHT (C) 2005 IMSWORLD Publications Ltd. 

FILE 'LIFESCI' ENTERED AT 15:07:05 ON 28 JUN 2005 
COPYRIGHT (C) 2005 Cambridge Scientific Abstracts (CSA) 



FILE * MEDICONF ' ENTERED AT 15:07:05 ON 28 JUN 2005 

COPYRIGHT (c) 2005 FAIRBASE Datenbank GmbH, Hannover, Germany 

FILE 'PASCAL' ENTERED AT 15:07:05 ON 28 JUN 2005 

Any reproduction or dissemination in part or in full, 

by means of any process and on any support whatsoever 

is prohibited without the prior written agreement of INIST-CNRS. 

COPYRIGHT (C) 2005 INIST-CNRS. All rights reserved. 

=> eukaryotic (8A) (anchoring or anchor or anchored) 



LI 4 FILE AGRICOLA 

L2 51 FILE BIOTECHNO 

L3 0 FILE CONFSCI 

L4 0 FILE HEALSAFE 

L5 0 FILE IMSDRUGCONF 

L6 39 FILE LIFESCI 



L7 
L8 



0 FILE MEDICONF 
16 FILE PASCAL 



TOTAL FOR ALL FILES 



L9 110 EUKARYOTIC ( 8A) (ANCHORING OR ANCHOR OR ANCHORED) 

= > . eukaryotic (8A) (anchoring) 
L10 1 FILE AGRICOLA 

Lll 9 FILE BIOTECHNO 

L12 0 FILE CONFSCI 

LI 3 0 FILE HEALSAFE 

LI 4 0 FILE IMSDRUGCONF 

L15 6 FILE LIFESCI 

L16 0 FILE MEDICONF 

LI 7 2 FILE PASCAL 



TOTAL FOR ALL FILES 

LI 8 18 EUKARYOTIC (8A) (ANCHORING) 

=> dup rem 

ENTER L# LIST OR (END) :118. 

DUPLICATE IS NOT AVAILABLE IN 'IMSDRUGCONF, MEDICONF'. 
ANSWERS FROM THESE FILES WILL BE CONSIDERED UNIQUE 
PROCESSING COMPLETED FOR LI 8 

L19 12 DUP REM L18 (6 DUPLICATES REMOVED) 



=> d 119 ibib abs total 



LI 9 ANSWER 1 OF 12 
ACCESSION NUMBER: 
TITLE: 
AUTHOR : 

CORPORATE SOURCE: 



LIFESCI COPYRIGHT 2 005 CSA on STN 
2004 :40293 LIFESCI 

Chromosome segregation in Eubacteria 
Pogliano, K. ; Pogliano, J.; Becker, E. 
Division of Biological Sciences, 9500 Gilman Drive, 
University of California, San Diego, La Jolla, CA 
92093-0349, USA; E-mail: kpogliano@ucsd.edu 
Current Opinion in Microbiology [Curr. Opin. Microbiol.], 
(20031200) vol. 6, no. 6, pp. 586-593. 
ISSN: 1369-5274. 
Journal 

General Review 
J 

English 
English 

It is now clear that bacterial chromosomes rapidly separate in a manner 
independent of cell elongation, suggesting the existence of a mitotic 
apparatus in bacteria. Recent studies of bacterial cells reveal 
filamentous structures similar to the eukaryotic cytoskeleton, 
proteins that mediate polar chromosome anchoring during Bacillus 
subtil is sporulation, and SMC interacting proteins that are involved in 
chromosome condensation. A picture is thereby developing of how bacterial 
chromosomes are organized within the cell, how they are separated 
following duplication, and how these processes are coordinated with the 
cell cycle. 



SOURCE : 



DOCUMENT TYPE: 
TREATMENT CODE: 
FILE SEGMENT: 
LANGUAGE : 
SUMMARY LANGUAGE 
AB 



LI 9 ANSWER 2 OF 12 

DUPLICATE 
ACCESSION NUMBER: 
TITLE: 



AUTHOR : 



BIOTECHNO COPYRIGHT 2005 Elsevier Science B.V. on STN 
2002 : 35365609 BIOTECHNO 

The glycosylphosphat idyl inositol (GPI) signal sequence 
of human placental alkaline phosphatase is not 
recognized by human Gpi8p in the context of the yeast 
GPI anchoring machinery 

Meyer U. ; Fraering P.; Bosson R.; Imhof I.; Benghezal 
M.; Vionnet C. ; Conzelmann A. 



CORPORATE SOURCE: A. Conzelmann, Institute of Biochemistry, University 

of Fribourg, Fribourg, Switzerland. 
E-mail : andreas . conzelmann@unif r . ch 

SOURCE: Molecular Microbiology, (2002), 46/3 (745-748), 6 

reference (s) 

CODEN: MOMIEE ISSN: 0950-382X 
DOCUMENT TYPE: Journal; Article 

COUNTRY: United Kingdom 

LANGUAGE : Eng 1 i s h 

SUMMARY LANGUAGE: English 
AN 2002:35365609 BIOTECHNO 

AB Biosynthesis of glycosylphosphatidylinositol (GPI ) -anchored proteins 

involves the action of a GPI trans-amidase, which replaces the C-terminal 
GPI signal sequence (GPI-SS) of the primary translation product with a 
preformed GPI lipid. The transamidation depends on a complex of four 
proteins, Gaalp, Gpi8p, Gpil6p and Gpil7p. Although the GPI 
anchoring pathway is conserved throughout the eukaryotic 

kingdom, it has been reported recently that the GPI-SS of human placental 
alkaline phosphatase (hPLAP) is not recognized by the yeast transamidase, 
but is recognized in yeast that contain the human Gpi8p homologue. This 
finding suggests that Gpi8p is intimately involved in the recognition of 
GPI precursor proteins and may also be responsible for the subtle 
taxon-specif ic differences in transamidase specificity that sometimes 
prevent the efficient GPI anchoring of heterologously expressed GPI 
proteins. Here, we confirm that the GPI signal sequence of hPLAP is 
indeed not recognized by the yeast GPI -anchoring machinery. However, in 
our hands, GPI attachment cannot be restored by the co-expression of 
human Gpi8p in yeast cells under any circumstances. 

L19 ANSWER 3 OF 12 BIOTECHNO COPYRIGHT 2005 Elsevier Science B.V. on STN 
DUPLICATE 

ACCESSION NUMBER: 2001:32165031 BIOTECHNO 

TITLE: Comparative analysis of the nonA region in Drosophila 

identifies a highly diverged 5' gene that may 

constrain nonA promoter evolution 
AUTHOR: Campesan S.; Chalmers D.; Sandrelli F.; Megighian A.; 

Peixoto A. A.; Costa R. ; Kyriacou CP. 
CORPORATE SOURCE: CP. Kyriacou, Department of Genetics, University of 

Leicester, Leicester LEI 7RH, United Kingdom. 

E-mail : cpk@leicester.ac.uk 
SOURCE: Genetics, (2001), 157/2 (751-764), 52 reference (s) 

CODEN: GENTAE ISSN: 0016-6731 
DOCUMENT TYPE: Journal; Article 

COUNTRY: United States 

LANGUAGE: English 
SUMMARY LANGUAGE: English 
AN 2001:32165031 BIOTECHNO 

AB A genomic fragment from Drosophila virilis that contained all the 

no-on-transientA (nonA) coding information, plus several kilobases of 
upstream material, was identified. Comparisons of nonA sequences and the 
gene nonA-like in D. melanogaster, a processed duplication of nonA, 
suggest that it arose before the split between D. melanogaster and D. 
virilis. In both species, another gene that lies <350 bp upstream from 
the nonA transcription starts, and that probably corresponds to the 
lethal gene 1(1) il9, was identified. This gene encodes a protein that 
shows similarities to GPI1, which is required for the biosynthesis of 
glycosylphosphatidylinositol (GPI) , a component for anchoring 
eukaryotic proteins to membranes, and so we have named it dGpil. 
The molecular evolution of nonA and dGpil sequences show remarkable 
differences, with the latter revealing a level of amino acid divergence 
that is as high as that of transformer and with extremely low levels of 
codon bias. Nevertheless, in D. melanogaster hosts, the D. virilis 
fragment rescues the lethality associated with a mutation of l(l)il9e, as 



well as the viability and visual defects produced by deletion of 
nonA.sup.-. The presence of dGpil sequences so close to nonA appears to 
have constrained the evolution of the nonA promoter. 
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ACCESSION NUMBER: 
TITLE: 
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12 BIOTECHNO COPYRIGHT 2005 Elsevier Science B.V. on STN 
2000:30616635 BIOTECHNO 

Cloning of murine glycosyl phosphatidyl inositol anchor 
attachment protein, GPAA1 

Hiroi Y. ; Chen R.; Sawa H.; Hosoda T. ; Kudoh S.; 
Kobayashi Y.; Aburatani H.; Nagashima K. ; Nagai R.; 
Yazaki Y. ; Medof M.E.; Komuro I. 

I. Komuro, Dept. of Cardiovascular Medicine, Univ. of 
Tokyo, Graduate School of Medicine, 7-3-1 Hongo, 
Bunkyo-ku, Tokyo 113-8655, Japan. 
E-mail : komuro- tky@umin.acjp 
SOURCE: American Journal of Physiology - Cell Physiology, 

(2000), 279/1 48-1 (C205-C212) , 37 reference(s) 
CODEN: AJPCDD ISSN: 0363-6143 
Journal; Article 
United States 
English 
English 
2000 : 30616635 BIOTECHNO 

Glycosyl phosphatidyl inositols (GPIs) are used to anchor many proteins to 
the cell surface membrane and are utilized in all eukaryotic 
cells. GPI anchoring units are attached to proteins via a 
transamidase reaction mediated by a GPI transamidase complex. We isolated 
one of the components of this complex, mGPAAl (murine GPI anchor 
attachment) , by the signal sequence trap method, mGPAAl cDNA is about 2 
kb in length and encodes a putative 621 amino acid protein. The mGPAAl 
gene has 12 small exons and 11 small introns, mGPAAl mRNA is ubiquitously 
expressed in mammalian cells, and in situ hybridization analysis revealed 
that it is abundant in the choroid plexus, skeletal muscle, osteoblasts 
of rib, and occipital bone in mouse embryos. Its expression levels and 
transamidation efficiency decreased with differentiation of. embryonic 
stem cells. The 3T3 cell lines expressing antisense mGPAAl failed to 
express GPI -anchored proteins on the cell surface membrane. 



DOCUMENT TYPE: 
COUNTRY : 
LANGUAGE : 
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LIFESCI COPYRIGHT 2005 CSA on STN 
2001:3362 LIFESCI 

Process for immobilizing enzymes to the cell wall of a 
microbial cell by producing a fusion protein 
Klis, F.; Schreuder, M.; Toschka, H.; Verrips, C. 
Unilever Patent Holdings B.V. 

(20000222) US Patent: 6027910; US CLASS: 435/41; 
435/69.7; 435/69.8; 435/69.9; 435/172.1; 435/172.3; 
435/252.3; 435/320.1. 
Patent 
W2 

English 
English 



A method is provided for immobilizing an enzyme, comprising immobilizing 
the enzyme or a functional part thereof to the cell wall of a microbial 
cell using recombinant DNA techniques. The enzyme is immobilized by 
linking it to the C- terminal part of a protein that ensures anchoring in 
the cell wall. Also provided is a recombinant polynucleotide comprising a 
structural gene encoding an enzyme protein, a part of a gene encoding the 
C-terminal part of a protein capable of anchoring in a 
eukaryotic or prokaryotic cell wall, as well as a signal sequence, 
in addition to a chimeric protein encoded by the recombinant 
polynucleotide and a vector and a microorganism containing the 
polynucleotide. The microorganism is suitable for carrying out enzymatic 
processes on an industrial scale. 



LI 9 ANSWER 6 OF 12 

on STN 
ACCESSION NUMBER: 
COPYRIGHT NOTICE: 



PASCAL COPYRIGHT 2005 INIST-CNRS. ALL RIGHTS RESERVED. 



TITLE (IN ENGLISH) 



AUTHOR : 



CORPORATE SOURCE: 



2001-0083864 PASCAL 

Copyright .COPYRGT. 2001 INIST-CNRS- All rights 
reserved. 

Cloning of murine glycosyl phosphatidyl inositol anchor 
attachment protein, GPAA1 

HIROI Y.; CHEN R . ; SAWA H . ; HOSODA T . ; KUDOH S . ; 
KOBAYASHI Y.; ABURATANI H.; NAGASHIMA K. ; NAG A I R . ; 
YAZAKI Y . ; MEDOF M . E . ; KOMURO I . 

Department of Cardiovascular Medicine, University of 
Tokyo Graduate School of Medicine, Tokyo 113-8655, 
Japan; Department of Pathology, University of Hokkaido 
School of Medicine, Sapporo, Japan; Institute of 
Pathology, Case Western Reserve University, Cleveland, 
Ohio, United States 

American journal of physiology. Cell physiology, 
(2000), 48(1), C205-C212, 37 ref s . 
ISSN: 0363-6143 CODEN : AJPCDD 
Journal 
Analytic 
United States 
English 

INIST-670B, 354000090369560220 
2001-0083864 PASCAL 

Copyright .COPYRGT. 2001 INIST-CNRS. All rights reserved. 

Glycosyl phosphatidyl inositols (GPIs) are used to anchor many proteins to 
the cell surface membrane and are utilized in all eukaryotic 
cells. GPI anchoring units are attached to proteins via a 
transamidase reaction mediated by a GPI transamidase complex. We isolated 
one of the components of this complex, mGPAAl (murine GPI anchor 
attachment) , by the signal sequence trap method, mGPAAl cDNA is about 2 
kb in length and encodes a putative 621 amino acid protein. The mGPAAl 
gene has 12 small exons and 11 small introns. mGPAAl mRNA is ubiquitously 
expressed in mammalian cells, and in situ hybridization analysis revealed 
that it is abundant in the choroid plexus, skeletal muscle, osteoblasts 
of rib, and occipital bone in mouse embryos. Its expression levels and 
transamidation efficiency decreased with differentiation of embryonic 
stem cells. The 3T3 cell lines expressing antisense mGPAAl failed to 
express GPI -anchored proteins on the cell surface membrane. 
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12 BIOTECHNO COPYRIGHT 2005 Elsevier Science B.V. on STN 
1998:29012126 BIOTECHNO 

Sequence properties of GPI -anchored proteins near the 
co-site: Constraints for the polypeptide binding 
site of the putative transamidase 
Eisenhaber B.; Bork P.; Eisenhaber F. 
B. Eisenhaber, European Molecular Biology Lab., 
Meyerhof strasse 1, D-69012 Heidelberg, Germany. 
E-mail : birgit . eisenhaber@embl -heidelberg . de 
Protein Engineering, (1998), 11/12 (1155-1161), 31 



AN 
AB 



reference (s) 

CODEN: PRENE0 ISSN: 0269-2139 
Journa 1 ; Ar t i c 1 e 
United Kingdom 
English 
English 
BIOTECHNO 

Glycosylphosphatidylinositol (GPI) anchoring is a common 
post-translat ional modification of extracellular eukaryotic 
proteins. Attachment of the GPI moiety to the carboxyl terminus to-site) 
of the polypeptide occurs after proteolytic cleavage of a C-terminal 



DOCUMENT TYPE: 
COUNTRY : 
LANGUAGE : 
SUMMARY LANGUAGE 



1998:29012126 



propeptide. In this work, the sequence pattern for GPI -modification was 
analyzed in terms of physical amino acid properties based on a database 
analysis of annotated proprotein sequences. In addition to a refinement 
of previously described sequence signals, we report conserved sequence 
properties in the regions co - 11. . .© - 1 and © + 

4...0 + 5. We present statistical evidence for volume-compensating 
residue exchanges with respect to the positions a> - 1...© + 
2. Differences between protozoan and metazoan GPI -modification motifs 
consist mainly in variations of preferences to amino acid types at the 
positions near the ©-site and in the overall motif length. The 
variations of polypeptide substrates are exploited to suggest a model of 
the polypeptide binding site of the putative transamidase, the enzyme 
catalyzing the GPI -modification . The volume of the active site cleft 
accommodating the four residues © - .1. ..© + 2 appears to be 
. sim. 540 A. sup . 3 . 
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How glycosylphosphat idyl inositol -anchored membrane 
proteins are made 
Udenfriend S.; Kodukula K. 

Roche Institute of Molecular Biology, Roche Research 
Center, Nut ley, NJ 07110, United States. 
Annual' Review of Biochemistry, (1995) , 64/- (563-591) 
CODEN:' ARBOAW ISSN: 0066-4154 
Journal; General Review 
United States 
English 
English 
BIOTECHNO 

Glycosylphosphatidylinositol (GPI) linkage is a fairly common means of 
anchoring membrane proteins to eukaryotic cells, 

although the exact function of the GPI linkage is not clear. The nascent 
form of a typical GPI protein contains a hydrophobic NH . sub. 2 -terminal 
signal peptide that directs it to the ER. There the signal peptide is 
removed by NH. sub. 2 -terminal signal peptidase. Nascent forms of 
GPI -linked proteins contain a second hydrophobic peptide at their COOH 
terminus. The COOH-terminal peptide is also removed during processing and 
the GPI moiety is ultimately linked to what had been an internal sequence 
in the nascent protein. Two independent pathways are involved in the 
biosynthesis of GPI proteins, GPI formation, and processing of the 
nascent protein with attachment of the GPI moiety. Studies in whole cells 
and in cell -free systems indicate that structural requirements around the 
COOH-terminal cleavage site of nascent proteins are similar to those at 
the cleavage site of NH. sub. 2 -terminal signal peptidase. However, 
COOH-terminal processing requires a transmidase for which evidence is 
presented as well as a proposed mechanism of its action. 
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AB Oligonucleotides covalently attached to a cholesteryl moiety are more 
stable in biological media and better taken up by eukaryotic 
cells. However, their anchoring in hydrophobic cellular 
membranes and endosomes after endocytosis restricts their access to 
cellular nucleic acids. New methods of cellular delivery and the 
biological activity of the conjugates were studied. The cholesteryl 
residue was conjugated via disulfide bond to the 5' or 3 1 terminal 
phosphate group of two oligodeoxyribonucleotide dodecamers complementary 
to the mutated region of Ha-ras oncogene mRNA. The conjugates were able 
to form complementary duplexes with the mutated 27-b target fragment of 
mRNA but not with the wild-type sequence. Efficient sequence-specific 
RNase H cleavage of complementary mRNA was induced with low (<=500 nM) 
concentrations of the conjugates. At higher concentrations, this cleavage 
was progressively inhibited, probably due to an interaction between RNase 
H and the cholesterol residue. The hydrophobic conjugates could be 
adsorbed onto poly ( isohexylcyanoacrylate) nanoparticles via their 
cholesteryl moieties and delivered to eukaryotic cells. 
Cholesterol -conjugated oligonucleotides were able to sequence 
specifically inhibit the proliferation of T24 human bladder carcinoma 
.cells in culture. 
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TITLE: Intracellular Agrobacterium can transfer DNA to the 

cell nucleus of the host plant. 
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CORPORATE SOURCE: Friedrich Miescher Inst i tut, Basel, Switzerland 

AVAILABILITY: DNAL (500 N21P) 

SOURCE: Proceedings of the National Academy of Sciences of the 

United States of America, Jan 3, 1995. Vol. 92, No. 1. 
p. 230-234 

Publisher: Washington, D.C. : National Academy of 
Sciences, 
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NOTE: Includes references 
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DOCUMENT. TYPE : , Article; Conference 

FILE SEGMENT: U.S. Imprints not USDA, Experiment or Extension 

LANGUAGE: English 

AB Agrobacterium tumefaciens is a Gram-negative, soil -borne bacterium 

responsible for the crown gall disease of plants. The galls result from 
genetic transformation of plant cells by the bacteria. Genes located on 
the transferred DNA (T-DNA) , which is part of the large tumor- inducing 
(Ti) plasmid of Agrobacterium, are integrated into host plant chromosomes 
and expressed. This transfer requires virulence (vir) genes that map 
outside the T-DNA on the Ti plasmid and that encode a series of elaborate 
functions that appear similar to those of interbacterial plasmid transfer. 
It remains a major challenge to understand how T-DNA moves from 
Agrobacterium into the plant cell nucleus, in view of the complexity of 
obstacles presented by the eukaryotic host cell. Specific 
anchoring of bacteria to the outer surface of the plant cell seems 
to be an important prelude to the mobilization of the T-DNA/protein 
complex from the bacterial cell to the plant cell. However, the precise 
mode of infection is not clear, although a requirement of wounded cells 
has been documented. By using a microinjection approach, we show here that 
the process of T-DNA transfer from the bacteria to the eukaryotic nucleus 



can occur entirely inside the plant cell. Such transfer is absolutely 
dependent on induction of vir genes and a functional virB operon. Thus, A. 
tumefaciens can function as an intracellular infectious agent in plants. 
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1992 : 22188149 BIOTECHNO 

Isoprenoid modification of proteins distinct from 
membrane acyl proteins in the prokaryote Acholeplasma 
laidlawii 

Nystrom S.; Wieslander A. 

Department of Biochemistry, University of Umea,S-901 
87 Umea, Sweden. 

Biochimica et Biophysica Acta - Biomembranes , (1992), 
1107/1 (39-43) 

CODEN: BBBMBS ISSN: 0005-2736 
Journal; Article 
Netherlands 
English 
English 
BIOTECHNO 

Isoprenylation is an important posttranslational modification that 
affects the activity, subunit interactions and membrane anchoring 
of different eukaryotic proteins. The small, cell-wall-less 
prokaryote Acholeplasma laidlawii has more than 20 membrane acyl -proteins 
enriched in myristoyl and palmitoyl chains. Radioactive mevalonate, a 
precursor to isoprenoids, was incorporated into several specific membrane 
proteins of 20 to 45 kDa and two soluble proteins of 23-25 kDa, 
respectively. No acyl proteins and none of the polar acyl lipids became 
labelled but these are all labelled by radioactive fatty acids. 
Mevalonate was incorporated mainly into a minor neutral, non-saponif iable 
lipid which migrated just above a C. sub. 3 . sub. 0- isoprenoid (squalene) on 
TLC-plates. The isoprenoid chains could not be released by mild alkaline 
hydrolysis from most of the isoprenylated proteins, although this 
procedure releases acyl chains from lipids and all acylated proteins. 
Isoprenylated proteins were enriched in the detergent phase upon 
partition with the non-ionic detergent Triton X-114. This behaviour is 
similar to the acyl proteins of this organism and indicates that the 
isoprenoid chains give the proteins a hydrophobic character. 
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Glycol ipid reanchoring of T- lymphocyte surface antigen 
CD 8 using the 3 ' end sequence of decay-accelerating 
factor ' s mRNA 

Tykocinski M.L.; Shu H.-K.; Ayers D.J.; Walter E.I.; 
Getty R.R.; Groger R.K.; Hauer C.A. ; Medof M.E. 
Institute of Pathology, Case Western Reserve 
University, Cleveland, OH 44106, United States. 
Proceedings of the National Academy of Sciences of the 
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CODEN: P NASA 6 ISSN: 0027-8424 
Journal; Article 
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Decay-accelerating factor (DAF) is one of a family of cell -associated 
proteins that undergo posttranslational modifications in which glycol ipid 
anchoring structures are substituted for 'membrane -spanning sequences. The 
signals that direct the covalent substitution reaction in these proteins 
are unknown. Human DAF was expressed in Chinese hamster ovary (CHO) cells 
and murine BW lymphocytes. In both cases, the xenogeneic DAF in 
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transf ectants incorporated- a glycolipid anchor. A chimeric CD8-DAF cDNA, 
encompassing the extra-cellular region of the T-lymphocyte surface 
antigen CD8 and the 3' end of DAF mRNA (encoding the C-terminal region of 
mature DAF as well as the hydrophobic extension peptide) , was expressed 
in human leukemia lines after transfection with an Epstein-Barr 
virus-based episomal vector. The chimeric protein in transf ectants 
demonstrated glycolipid anchoring, whereas unaltered CD8 in control 
experiments did not. The signals directing glycolipid anchoring 
in eukaryotic cells are thus evolutionarily conserved and 
contained in the 3' end of the DAF sequence. 
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The selectively infective phage (SIP) approach allows rapid 
identification of interacting proteins by linking protein-protein 
interaction. to phage infectivity. Infection of E. coli by filamentous 
phage depends on viral g3p . This protein consists of three 
domains, Nl, N2 and CT. Phages lacking the Nl 

domain are non-infective unless a bait (X) -prey (Y) interaction 
links it to phage anchored N2-CT domains. We have 

developed all the vectors required for an in vivo selectively infective 
phage strategy (SIP) . This includes a bait vector, pG3Nl, a prey vector, 
pH0S41, and a gene III deletion helper phage, HPd3 . 

The bait vector pG3Nl allows expression of a bait protein (X) fused to 
the C-terminus of the Nl domain. The prey vector pHOS41 allows 
expression of type (Y) proteins, fused to the N-terminus of the 
N2-CT domains. The gene III 

deletion helper phage delivers all phage proteins necessary for phage 
production, except g3p. Escherichia coli transformed with these three 
vectors produces non-infective phages unless a bait-prey interaction 
links the g3p domains. Fus3p and Ste7p, two proteins from the 
Saccharomyces , cerevisiae pheromone- responsive pathway have been cloned 
to evaluate the SIP strategy. The presence of the interacting Nl-Fus3p 
adapter increased the infectivity of Ste7p-N2-CT phages .apprx. 
1400-fold, which makes SIP a promising technology for the detection and 
further investigation of interacting proteins. Copyright . COPYRGT. 2002 
John Wiley & Sons, Ltd. 
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The selectively infective phage (SIP) approach allows rapid identification 
of interacting proteins by linking protein-protein interaction to phage 
infectivity. Infection of E. coli by filamentous phage depends on viral 
g3p. This protein consists of three domains, Nl, N2 
and CT. Phages lacking the Nl domain are non-infective unless a 
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bait (X) -prey (Y) interaction links it to phage anchored N2-CT 
domains. We have developed all the vectors required for an in vivo 
selectively infective phage strategy (SIP) . This includes a bait vector, 
pG3Nl, a prey vector, pH0S41, and a gene III deletion 
helper phage, HPd3 . The bait vector pGSNl allows expression of a bait 
protein (X) fused to the C- terminus of the Nl domain- The prey 
vector pH0S41 allows expression of prey (Y) proteins, fused to the 
N- terminus of the N2-CT domains- The gene 

III deletion helper phage delivers all phage proteins necessary 

for phage production, except g3p. Escherichia coli transformed with these 

three vectors produces non-infective phages unless a bait-prey interaction 

links the g3p domains. Fus3p and Ste7p, two proteins from the 

Saccharomyces cerevisiae pheromone- responsive pathway have been cloned to 

evaluate the SIP strategy. The presence of the interacting Nl-Fus3p 

adapter increased the infectivity of Ste7p-N2-CT phages 

approximately 1400-fold, which makes SIP a promising technology for the 

detection and further investigation of interacting proteins. 
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AB The effect of modified atmosphere packaging (80% C02, 10% 02, 10% 
N2) on ATPase activity, surface hydrophobicity, sulfhydryl content 
and degradation of proteins in seabass muscle during storage at 4C was 
investigated. No changes in Ca2+-, Mg2+-, Mg2+-Ca2+-ATPase activities of 
natural actomyosin (NAM) in seabass slices kept under MAP were observed 
throughout the storage for up to 21 days (P > 0.05) . However, a slightly 
increased Mg2+-EGTA- ATPase was found. For seabass slices stored under air 
atmosphere, Ca2+-ATPase activity decreased, whereas Mg2 + -EGTA -ATPase 
activity increased (P < 0.05) with a concomitant loss in Ca2+-sensitivity . 
Lower decreases in total sulfhydryl content but higher increases in 
surface hydrophobicity were observed in 'samples stored under MAP, compared 
to those kept under air atmosphere. No marked autolytic- degradation in 
samples kept under MAP was observed throughout the storage as monitored by 
no changes in myosin heavy chain, free a-amino acid 
and trichloroacetic acid soluble peptide. Conversely, a considerable 
degradation was found in samples kept under air atmosphere, especially 
after 9 days of storage. Therefore, MAP is a promising means to retard the 
changes in muscle proteins, especially degradation. 
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TITLE: Antibody epitopes on the neuraminidase of a recent 

H3N2 influenza virus (A/Memphis/31/98 ) 
AUTHOR: Gulati U. ; Hwang C.-C; Venkatramani L. ; Gulati S . ; 

Stray S.J.; Lee J.T.; Laver W.G.; Bochkarev A.,-' 

Zlotnick A.; Air G.M. 
CORPORATE SOURCE: G.M. Air, Department of Biochemistry, Univ. of 

Oklahoma Hlth. Sci. Center, Oklahoma City, OK 73104, 



United States. 
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SOURCE: Journal of Virology, (2002), 76/23 (12274-12280), 45 
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AB We have characterized monoclonal antibodies raised against the 

neuraminidase (NA) of a Sydney-like influenza virus (A/Memphis/31/98 , 
H3N2) in a reassortant virus A/NWS/33 . sub. H . sub . A-A/Mem/31/98 . sub . N . sub . A 
(H1N2) and nine escape mutants selected by these monoclonal antibodies. 
Five of the antibodies use the same heavy chain VDJ 

genes and may not be independent. Another antibody, Mem5, uses the same 
V.sub.H and J genes with a different ,D gene and different isotype. 
Sequence changes in escape mutants selected by these antibodies occur in 
two loops of the NA, at amino acid 198, 199, 220, or 221. These amino 
acids are located on the opposite side of the NA monomer to the major 
epitopes found in N9 and early N2 NAs . Escape mutants with a 
change at 198 have reduced NA activity compared to the wild-type virus. 
Aspl98 points toward the substrate binding pocket, and we had previously 
found that a site-directed mutation of this amino acid resulted in a loss 
of enzyme activity (M. R. Lentz, R. G. Webster, and G. M. Air, 
Biochemistry 26:5351-5358, 1987). Mutations at residue 199, 220, or 221 
did not alter the NA activity significantly compared to that of wild-type 
NA. A 3.5-A structure of Mem5 Fab complexed with the Mem/98 NA shows 
that the Mem5 antibody binds at the sites of escape mutation selected by. 
the other antibodies. 
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AB The NOA (Naruto Research Institute Otsuka Atrichia) mouse is an animal 
model of allergic or atopic dermatitis, a condition characterized by 
ulcerative skin lesions with accumulation of mast cells and increased 
serum IgE. These features of the murine disease closely resemble human 
atopy and atopic disorders. We performed linkage analysis in NOA 
back-cross progeny, as a step toward identifying and isolating a gene 
responsible for the NOA phenotype. We crossed NOA mice with five other 
murine strains (C57BL/6J, IQI, C3H/HeJ, DBA/2 J, and BALB/cByJ) and then 
bred back-cross animals. Using microsatellite markers, we scanned the 
entire genomes of 559 N2 offspring from the five parental 
strains. Linkage analysis revealed a significant association between 
ulcerative skin lesions and markers on murine chromosome 14. Statistical 
analysis indicated that the critical region was assigned to the vicinity 



of D14Mit236 and D14Mitl60. 



L27 ANSWER 4 OF 23 BIOTECHNO COPYRIGHT 2005 Elsevier Science B.V. on STN 
ACCESSION NUMBER: 1996:27 0684 06 BIOTECHNO 

TITLE: Purification and sequencing of yellow mustard seed 

napin small and large chains that are 1 phosphorylated 
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AB A multiplicity of small (S) and large (L) napin subunits were purified 
from yellow mustard (Sinapis alba L.) seeds by a protocol involving 
extraction, successive batch-wise cation exchange chromatography on 
carboxymethylcellulose (CM52) , cation exchange HPLC on an SP5PW column 
and reversed phase HPLC on a C18 column. Initial cation exchange HPLC 
resolved 4 major zones of proteins (Ml, M2 , Nl and N2) that can 
be phosphorylated by plant Ca . sup . 2 . sup .+ -dependent protein kinase 

(CDPK) . Electrospray ionization mass spectrometry (ESMS) revealed that Ml 
and M2 are 6 kDa proteins, later identified as y-thionin-related 
proteins. ESMS of fractions Nl and N2 revealed the presence of 
14.5 kDa proteins identified as napin complexes, each composed of a 
single small subunit linked to a single large subunit and involving 4 
disulphide linkages. The napin complexes (N1A, NIB, NIC, N1D, N2A, N2B 
and N2C) were disrupted and the constituent small subunits (SI, S2 and 
S3) and large subunits (L1A, LIB, L1C, L2A, L2B and L2C) were resolved by 
reversed phase HPLC and precise average molecular masses determined by 
ESMS. The small and large subunits have average molecular masses of about 
4.4 kDa and 10.1 kDa, respectively. The masses of each napin complex can 
be precisely accounted for from the masses of the constituent subunits. 
Thus the major complex N2A (14 569 ± 3 Da) is evidently composed of S3 

(4434.0 ± 1.5 Da) and L2A (10 142.5 ±1.5 Da) and involves 4 
disulphides (loss of 8.0 Da), the expected mass of S3 + L2A-8H being 14 
569 i 2 Da. The yellow mustard napin large chain L2A is phosphorylated 
by wheat CDPK on Ser. sup . 6 . sup. 0 -within the sequence 

LQHVIS.sup.6.sup.0RIY.' The complete sequence of this and other large (and 
small) napin subunits were determined from Edman sequencing and/or ESMS 
data by comparison with published napin sequences. Yellow mustard seed 
CM52- binding fractions decrease the Ca . sup . 2 . sup . + -dependent 
fluorescence emission of dansyl-CaM and yellow mustard small and large 
chains inhibit CaM-dependent myosin light chain 
kinase (MLCK) . 
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AB In order to characterize the phenotypes of tumor cells and to clarify 
from which B cell lineage the lymphomas were derived, ten cows with 
enzootic bovine leukosis were examined by means of immunohistologic 
staining and flow cytometry. The tumor cells expressed mainly major 
histocompatibility^ complex (MHC) class II. sup. + (10/10), BoCDllb . sup . + 
(9/10), IgG.sub.l.sup.+ (8/10), B-B2.sup.+ (8/10) BoCD5 . sup . + (7/10), and 
>- light chain. sup. + (7/10). Tumor cells from 

only one animal expressed sIgM.sup.+ (1/10). Tumor cells from all ten 
animals were negative for IgG.sub.2, BoCD3 , BoCD4, B0CD8, WC1-N2 
, and IL-2Rct. The phenotypes of these tumor cells were all slightly 
different, suggesting that bovine leukemia virus (BLV) -induced lymphoma 
expresses phenotypic diversity. Moreover, tumor cells from seven cattle 
coexpressed BoCD5 and BoCDllb (B-la cells) . On, the other hand, tumor 
cells from two of them only expressed BoCDllb (B-lb cells) , and those 
from one were negative for both BoCD5 and BoCDllb (conventional B cells). 
Therefore, we concluded that BLV-induced lymphoma cells can be derived 
from B-la, B-lb and conventional B cells. 
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AB Immunoglobulin heavy chain gene (IgH gene) 

rearrangements are found in the majority of cases of B-lineage acute 
lymphoblastic leukaemia (ALL) . We have examined bone marrow samples taken 
at presentation or relapse from 109 patients (79 adults and 30 children) 
and have performed sequence analysis of the complementarity determining 
region 3 (CDR3) on 65 alleles from 54 patients. We aimed to define 
'immunoglobulin heavy chain (IgH) variable segment 

family use and investigate biological and structural features of the B 
cell in adult and childhood ALL. Using the FR1 fingerprinting method, a 
rearranged band was identified in 70 (89%) of 79 adult ALL and in 29 
(9.7%) of 30 childhood ALL. This study found no preferential use or 
selection of IgH VH genes and no statistically significant 
structural differences between normal and leukaemic B cells in either 
adult and childhood ALL. An equal proportion of amplifiable cases of 
adult and childhood ALL uses more than one VH family gene 
(24/70, 34%, and 8/29, 27.5%, respectively). There were no significant 
differences in the structure or size of the CDR3 region and the variable 
(V) or joining (J) segment use in ALL patients compared to normal B 
cells. We observed that the N2 region was shorter than Nl in 
children whereas the opposite was observed in adults (not statistically 
significant) . The J4 segment was a more common rearrangement in children 
than in adults, and in both groups J4 was more frequently associated with 
multiple D segment VDJ rearrangements. An increase in VH6 use in 



leukaemic alleles compared to normal B lymphocytes (2%) was observed but 
it was not statistically significant in our group of patients. Amongst 
children and adults, in-frame CDR3 junctions occurred in 78% and 64% of 
rearranged alleles, respectively, compared to 75% of in-frame sequences 
reported by others to occur among normal 13 cells. 
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AB Serological studies were carried out to obtain information regarding the 
relationship of the V(H) -related determinants expressed by certain 
permanent in vitro T-cell leukemia lines and corresponding determinants 
expressed by characterized human, serum immunoglobulins. A panel of 
conventional (goat and rabbit) antisera, produced against various 
Fab-related fragments of monoclonal human Waldenstrom microglobulins and 
polyclonal IgG molecules, bound to certain in vitro T-cell leukemia 
lines, notably, 70-N2, MT-1, YT4E, and HUT78, as shown by 
microhemagglutinin. Inhibition studies using characterized myeloma 
proteins to inhibit this agglutination indicated the expression of a 
restricted V(H) -related determinant by these T-cell lines. Parallel 
studies performed using conventional (rabbit) and murine 
monoclonal /hybridoma antibodies produced against the isolated 68,000-Da 
V(H) -related product synthesized by the 70-N2 line showed that 
the determinant expressed by this molecule was restricted in expression, 
comprising 2-3% of the normal, polyclonal human Fab pool, and that the 
determinants found on the other positive T-cell leukemias were 
cross -reactive rather than identical . The inhibition studies suggest that 
the determinant resides between residue 22 and the end of the V(H) 
region. These results further define the antigenic nature of the 
V(H) -related marker found on the surfaces of certain normal and 
neoplastic T-cell lines. 
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AB Ca . sup . 2 . sup. +- dependent protein phosphorylations activated by calmodulin 
or phospholipid were studied using selective inhibitors. Both protein 
phosphorylations were inhibited by N- (6-aminohexyl) -5-chloro-l- 
naphthalenesulf onamide (W-7) and its derivatives. Kinetic analysis 
indicated that the primary effect of these agents was mediated through a 
competitive inhibition of enzyme activation by interaction with 
calmodulin or phospholipid, and K(i) values of W-7 for 



calmodul in-dependent phosphorylation and phospholipid-dependent protein 
kinase were 12 nM and 110 m-M, respectively. The addition of 
Ca.sup.2.sup.+ inhibited the binding of C . sup. 3H!W-7 to 
phosphatidyl serine but not the binding to calmodulin. The potencies of 
naphthalenesulfonamide derivatives as inhibitors of Ca . sup . 2 . sup . + , 
calmodul in-dependent protein kinase were dependent on the length of the 
alkyl chain (C. sub . 2-C . sub . 1 . sub . 0) but not on Ca . sup . 2 . sup . + -activated, 
phospholipid-dependent protein kinase. These results suggest that 
naphthalenesulfonamide derivatives may be more selective inhibitors of 
Ca.sup.2 .sup.+, calmodul in-dependent protein phosphorylation than is 
Ca . sup . 2 . sup .+ -activated, phospholipid-dependent protein kinase and that 
the mechanism of interaction between W-7 and phosphatidylserine differs 
from the interaction between W-7 and calmodulin. These agents are useful 
tools for elucidating the physiological role of Ca . sup . 2 . sup .+ -dependent 
protein phosphorylation. 
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AB Reagents such as N- (6-aminohexyl) -5 -chloro-1 -naphthalenesulfonamide 

(W-7), chlorpromazine, prenylamine, and N . sup . 2 -dansyl -L-arginine-4 -t- 
butylpiperidine amide (Number 233) that interact with Ca . sup . 2 . sup . +- 
regulated modulator protein (modulator protein, calmodulin) were found to 
inhibit dose dependent ly not only Ca . sup . 2 . sup .+ -dependent ATPase of 
chicken gizzard actomyosin. Inhibition of Ca . sup . 2 . sup .+ -dependent ATPase 
by these agents was prevented by the addition of modulator protein. These 
agents did not inhibit calcium- independent Mg . sup . 2 . sup .+ -ATPase of 
actomyosin. Ca . sup .+ -dependent transfer of . sup . 3 . sup . 2P ( i) from 
ty- .sup. 3 .sup.2P!ATP to the 20 , 000 -dal ton light 

chain of the gizzard myosin in the presence of Mg . sup . 2 . sup . + was 
also inhibited dose dependently by these agents. The concentrations of 
these agents producing 50% inhibition of the Ca . sup. 2 . sup . + -dependent 
ATPase activity were found to be similar to concentrations producing 50% 
inhibition of myosin light chain phosphorylation, 

thereby suggesting that the inhibition of Ca . sup . 2 . sup . + -dependent ATPase 
of actomyosin by these drugs is due to their inhibition of myosin 
light chain phosphorylation. W-7 bound to 



Ca.sup.2.sup.+ modulator protein complex, but not to the modulator 
protein in the presence of EGTA. Number 233 and chlorpromazine inhibited the 
binding of W-7 to the Ca . sup . 2 . sup . + -modulator complex, suggesting that 
Number 233 and chlorpromazine bind to modulator protein. The modulator 
protein has two classes of W-7 binding sites: three functional sites with 
a high affinity for W-7 (K(w-7) = 11 jaM) and nine sites with a low 
affinity for the drug (K(w-7) = 200 p.M) . W-7 did not show a 
significant binding to actin, myosin, tropomyosin, and bovine serum 
albumin at the concentration of the drug capable of binding to modulator 
protein. Troponin C was the only protein other than modulator protein 
that bound W-7 significantly but the affinity (K(w-7) = 25 nM) of this 
protein for W-7 was lower than that of modulator protein. These results 
suggest that agents that interact with modulator protein produce 
relaxation of smooth muscle by inhibition of modulator protein-dependent 
myosin light chain phosphorylation thus suppressing 

the actin-myosin interaction and concomitant myosin ATPase activation. 
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Ferritin is the major iron storage protein regulating cytosolic 
concentration of iron by storing excess iron. Vertebrate ferritins are 
heteropolymeric proteins composed of heavy chain and 
light chain subunits. We have characterized two 

Caenorhabditis elegans genes (ftn-1 and ftn-2) , which encode ferritin 
homologs showing high degree of similarity to mammalian ferritin 
heavy chains. Even though these two ferritins are more 

than 78% identical in amino acid sequence, our data show that expression 
patterns and responses to iron are quite different. Cytosolic aconitase 
(aco-1) , iron regulatory protein, is known to regulate cellular iron 
concentration by modulating translation of the ferritin mRNA in addition 
to its enzymatic activity that converts citrate into iso-citrate. We have 
shown that the expression levels of aco-1 and ftn-1 genes are both 
regulated by iron treatment but in opposite ways. Interestingly, mutant 
animals lacking ACO-1 and FTN-1 show significantly reduced life-span upon 
iron stress, while N2 and ftn-2 animals show no difference. Our 
results suggest that ftn-1 and aco-1 are transcriptionally regulated by 
iron and are important for iron homeostasis affecting life-span upon iron 
stress conditions in C.elegans. 

L27 ANSWER 12 OF 23 LIFESCI COPYRIGHT 2005 CSA on STN 



ACCESSION NUMBER: 
TITLE: 

AUTHOR : 



CORPORATE SOURCE: 



2003:5922 LIFESCI 

Antibody Epitopes on the Neuraminidase of a Recent H3N2 
Influenza Virus (A/Memphis/31/98) 

Gulati, U.; Hwang, C; Venkatramani , L. ; Gulati, S.; Stray, 
S.J.; Lee, J.T.; Laver, W.G. ; Bochkarev, A.; Zlotnick, A.; 
Air, G.M.* 

Department of Biochemistry and Molecular Biology, 
University of Oklahoma Health Sciences Center, Oklahoma 
City, OK 73104; E-mail: gillian-air@ouhsc.edu 



SOURCE: Journal of Virology [J. Virol.], (20021200) vol. 76, no. 

23, pp. 12274-12280. 

ISSN: 0022-538X. 
DOCUMENT TYPE: Journal 
FILE SEGMENT: N; V 

LANGUAGE: English 
SUMMARY LANGUAGE: English 

AB We have characterized monoclonal antibodies raised against the 

neuraminidase (NA) of a Sydney-like influenza virus (A/Memphis/31/98 , 
H3N2) in a reassortant virus A/NWS/33 sub (HA) -A/Mem/31/98 sub(NA) (H1N2) 
and nine escape mutants selected by these monoclonal antibodies. Five of 
the antibodies use the same heavy chain VDJ genes and 

may not be independent. Another antibody, Mem5, uses the same V sub(H) and 
J genes with a different D gene and different isotype. Sequence changes in 
escape mutants selected by these antibodies occur in two loops of the NA, 
at amino acid 198, 199, 220, or 221. These amino acids are located on the 
opposite side of the NA monomer to the major epitopes found in N9 and 
early N2 NAs . Escape mutants with a change at 198 have reduced 
NA activity compared to the wild-type virus. Aspl98 points toward the 
substrate binding pocket, and we had previously found that a site-directed 
mutation of this amino acid resulted in a loss of enzyme activity (M. R. 
Lentz, R. G. Webster, and G. M. Air, Biochemistry 26 : 5351-5358 , 1987). 
Mutations at residue 199, 220, or 221 did not alter the NA activity 
significantly compared to that of wild-type NA. A 3.5-Aa structure of Mem5 
Fab complexed with the Mem/98 NA shows that the Mem5 antibody binds at the 
sites of escape mutation selected by the other antibodies. 
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AB Members of the calpain proteinase family are present in all mammalian 

cells, although a novel calpain 94 kDa isoform is found almost exclusively 
in skeletal muscle. p94 is difficult to purify from muscle and recombinant 
p94 autolyses rapidly when expressed in COS cells. However, in vivo the 
enzyme may be stabilised by interaction with titin, which has two 
well-characterised binding sites for p94 at the N2- and M-lines. 
Both these titin subdomains are subject to muscle-specific alternative 
splicing, which could be related to p94 expression level or stability in 
muscles of different fibre type. In this study, porcine longissimus dorsi 
(LD) , trapezius (TZ) and adductor longus (AL) were characterised as fast, 
intermediate and slow using commercially available specific anti-human 
fast- and slow-myosin heavy chain mAbs and also by 

conventional histochemistry. p94 was quantified both in whole muscle 
preparations and single fibres by western blotting using an anti-p94 
antiserum generated by expressing a recombinant p94 sequence as a GST 
fusion protein antigen. SDS PAGE and immunoblotting revealed a single band 
of approximately 94 kDa with identical mobility in all muscle and fibre 
preparations. The intensity of the 94 kDa band was greater in LD (22 plus 
or minus 1.7 densitometric units mean plus or minus SEM, n = 3) than TZ 



and AL (10 plus or minus 2.3 and 6 plus or minus 0.9 units, respectively) . 
Expressed as a ratio relative to actin immunoreact ivity , p94 is present in 
all types of single fibres isolated from TZ, but at a significantly lower 
level (P < 0.01) in slow type I (0.08 plus or minus 0.01, n = 9) , compared 
to fast IIA/IIB fibres (0.22 plus or minus 0.02, n = 26). No evidence was 
seen for rapid or variable rate of p94 degradation in either type of 
fibre. These data suggest a positive correlation between p94 expression 
level and fast glycolytic characteristics in porcine muscle. 
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In order "to characterize the phenotypes of tumor cells and to clarify from 
which B cell lineage the lymphomas were derived, ten cows with enzootic 
bovine leukosis were examined by means of immunohistologic staining and 
flow cytometry. The tumor cells expressed mainly major histocompatibility 
complex (MHC) class II super(+) (10/10), BoCDllb super(+) (9/10), IgG 
sub(l) super(+) (8/10), B-B2 super(+) (8/10) BoCD5 super(+) (7/10), and 
lambda light chain super(+) (7/10). Tumor cells from 

only one animal expressed slgM super (+) (1/10) . Tumor cells from all ten 
animals were negative for IgG sub(2) , BoCD3 , BoCD4 , B0CD8, WC1-N2 
, and IL-2R alpha . The phenotypes of these tumor cells were all slightly 
different, suggesting that bovine leukemia virus (BLV) -induced lymphoma 
expresses phenotypic diversity. Moreover, tumor cells from seven cattle 
coexpressed BoCD5 and BoCDllb (B-la cells) . On the other hand, tumor cells 
from two of them only expressed BoCDllb (B-lb cells) , and those from one 
were negative for both BoCD5 and BoCDllb (conventional B cells) . 
Therefore, we concluded that BLV-induced lymphoma cells can be derived 
from B-la, B-lb and conventional B cells. 



L27 ANSWER 15 OF 23 LIFESCI 



COPYRIGHT 2005 CSA on STN 



ACCESSION NUMBER 
TITLE: 



Punjab Agric. 



123-124 . 



94:58165 LIFESCI 

Screening onion varieties for resistance to Thrips tabaci 
Lind. and Helicoverpa armigera (Hubner) 
Brar, K.S.; Sidhu, A.S.; Chadha, M.L. 
Dep. Veg. Crops, Landscaping and Floric, 
Univ., Ludhiana-141 004, India 
J. INSECT SCI., (1993) vol. 6, no. 1, pp. 
ISSN: 0970-3837. 
Journal 
Z 

English 
English 

Sixtyone genotypes (bulb crop) were screened against Thrips tabaci Lind. 
and 12 varieties (bulb crop) and 37 lines (seed crop) were evaluated 
against Helicoverpa armigera (Hub.). Genotypes PBR 3, PBR 4, VL 
1, Number 18, Number 19 and Pusa Ratnar were less preferred by T. tabaci. The 
lowest infestation of H. armigera in bulb crop was recorded on PBR 5, PBR 
6, N2-4-1, N 53, Arka Niketan and PO I. In seed crop, one line 
Sel. 102-1 was free from this pest while Number 21, IHR 387, AFLR and Arka 
Niketan were promising. 
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Patients with obstructive sleep apnea (OSA) often exhibit fatigued or 
inefficient upper airway dilator and constrictor muscles; an upper airway 
dilator, the geniohyoid (GH) muscle, is a particular example. 
Intermittent hypoxia (IH) is a frequent concomitant of OSA, and it may 
trigger muscle fiber composition changes that are characteristic of a 
fatigable nature. We examined effects of short-term IH on diaphragmatic 
and GH muscle fiber composition and fatigue properties by exposing 24 
rats to alternating 10.3% 0 . sub. 2 -balance N2 and room air every 
480 s (240 s duty cycle) for a total duration of 5, 10, 15, 20, or 30 h. 
Sternohyoid fiber composition was also examined. Control animals were 
exposed to room air on the same schedule. Single-fiber analyses showed 
that GH muscle fiber types changed completely from myosin heavy 
chain (MHC) type 2A to MHC type 2B after 10 h of exposure, and 
the conversion was maintained for at least 3 0 h. Sternohyoid muscle 
fibers showed a delayed transition from MHC type 2A/2B to MHC type 2B. In 
contrast, major fiber types of the diaphragm were not significantly 
altered. The GH muscles showed similar tens ion -frequency relationships in 
all groups, but an increased fatigability developed, proportional to the 
duration of IH treatment. We conclude that short-term IH exposure alters 
GH muscle composition and physical properties toward more fatigable, 
fast-twitch types and that it may account for the fatigable upper airway 
fiber types found in sleep-disturbed breathing. 



L27 ANSWER 17 OF 

on STN 
ACCESSION NUMBER: 
COPYRIGHT NOTICE: 

TITLE (IN ENGLISH) : 



AUTHOR : 



CORPORATE SOURCE: 



23 PASCAL COPYRIGHT 2005 INIST-CNRS. ALL RIGHTS RESERVED. 
2004-0532238 PASCAL 

Copyright .COPYRGT. 2004 INIST-CNRS. All rights 
reserved. 

Remodeling of excitation-contraction coupling in 
transgenic mice expressing ATP- insensitive sarcolemmal 
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Reducing the ATP sensitivity of the sarcolemmal ATP-sensitive K.sup.+ 

(K. sub. A. sub. T. sub. P) channel is predicted to lead to active channels in 
normal metabolic conditions and hence cause shortened ventricular action 
potentials and reduced myocardial inotropy. We generated transgenic (TG) 
mice that express an ATP-insensitive K. sub. A. sub. T. sub. P channel mutant 

[Kir6.2(A N2-30,K185Q) ] under transcriptional control of 
the a-myosin heavy chain promoter. Strikingly, 

myocyte contraction amplitude was increased in TG myocytes (15.68 ± 
1.15% vs. 10.96 ± 1.49%), even though K. sub. A. sub. T. sub. P channels in 
TG myocytes are very insensitive to inhibitory ATP. Under normal 
metabolic conditions, steady-state outward K. sup. +currents measured under 
whole cell voltage r clamp were elevated in TG myocytes, consistent with 
threshold K. sub. A. sub. T. sub. P activation, but neither the monophasic 
action potential measured in isolated hearts nor transmembrane action 
potential measured in right ventricular muscle preparations were 
shortened at physiological pacing cycles. Taken together, these results 
suggest that there is a compensatory remodeling of excitation-contraction 
coupling in TG myocytes. Whereas there were no obvious differences in 
other K.sup.+ conductances, peak L-type Ca . sup . 2 . sup . + current 
( I. sub. C. sub. a) density (-16.42 ±2.37 pA/pF) in the TG was increased 
compared with the wild type (-8.43 ± 1.01 pA/pF) . Isoproterenol 
approximately doubled both I .sub. C. sub. a and contraction amplitude in 
wild-type myocytes but failed to induce a significant increase in TG 
myocytes. Baseline and isoproterenol-stimulated cAMP concentrations were 
not different in wild-type and TG hearts, suggesting that the enhancement 
of I .sub. C. sub. a in the latter does not result from elevated cAMP. 
Collectively, the data demonstrate that a compensatory increase in 
I . sub . C . sub . acounteracts a mild activation of ATP-insensitive 
K. sub. A. sub. T. sub. P channels to maintain the action potential duration 
and elevate the inotropic state of TG hearts. 
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To investigate whether Argatroban ( {2R, 4R) -4 -methyl -1- [N2 
-( (RS) -3-methyl-l,2,3,4-tetrahydro-8-quinolinesulfonyl) -L-arginyl] -2- 
piperidinecarboxylic acid hydrate, a selective thrombin inhibitor, exerts 
a direct action on phenotype conversion of vascular smooth muscle cells, 
cultured rabbit aortic vascular smooth muscle cells were employed. Myosin 
heavy chain isoforms (SMI, SM2 , and SMemb) mRNA 
expressions were evaluated by in situ hybridization and reverse 
transcription-polymerase chain reaction (RT-PCR) . After the cells were 
incubated in serum- free medium containing argatroban (10 and 50 pg/ml) 
and platelet-derived growth factor (PDGF) -BB (10 and 50 ng/ml) for 3 h, 
total RNA was extracted. In situ hybridization demonstrated that myosin 
heavy-chain isoform mRNAs were homogenously expressed 

in argatroban- and PDGF-BB-treated cells. RT-PCR revealed that SM1/SM2 
mRNA expressions were not changed with argatroban, while SMemb mRNA 
expression was increased to 1.6-fold with a statistical significance 
(P<0.05). Treatment with argatroban (10 and 50 ng/ml) at 24 h did not 
change SM1/SM2 mRNA expressions. Although SMemb mRNA expression was 
slightly increased, there was no statistical significance. Other 
phenotype markers including plasminogen activator inhibitor- 1 (PA1-1) and 
P-actin mRNAs were also significantly increased by argatroban. In 
conclusion, argatroban can directly induce phenotype conversion of 
vascular smooth muscle cells with the resultant up-regulation of SMemb, 
PAI-1, and p-actin mRNAs. 
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Increased levels of neuropeptide Y correlate with severity of left 
ventricular hypertrophy in vivo. At cardiomyocyte level, hypertrophy is 
characterised by increased mass and altered phenotype. The aims were to 



(2002) , 441 (1-2) 



determine the contributions of increased synthesis and reduced 
degradation of protein to neuropeptide Y-mediated increase in mass, 
assess effects on gene expression, and characterise neuropeptide Y Y 
receptor subtype involvement. Neuropeptide Y (10 nM) increased protein 
mass of adult rat ventricular cardiomyocytes maintained in culture (24 h) 
(16%>basal0 and de novo protein synthesis (incorporation of 
[. sup. 1 . sup. 4C] phenylalanine) (18%>basal) ) . Neuropeptide Y (100 nM) 
prevented degradation of existing protein at 8 h. Actinomycin D (5 i-iM) 
attenuated increases in protein mass to neuropeptide Y (< = 1 nM) but not 
to neuropeptide Y (10 nM) . [Leu . sup . 3 . sup . 1 , Pro . sup . 3 . sup . 4] neuropeptide 
Y (10 nM) , an agonist at neuropeptide Y Y.sub.l receptors, increased 
protein mass (25%>basal) but did not stimulate protein synthesis. 
Neuropeptide Y-(3-36) (10 nM) , an agonist at neuropeptide Y Y.sub.2 
receptors, increased protein mass (29%>basal) and increased protein 
synthesis (13%>basal) , respectively. Actinomycin D (5 nM) abolished 
the increase in protein mass elicited by neuropeptide Y-(3-36) but not 
that by [Leu . sup . 3 . sup . 1 , Pro . sup . 3 . sup . 4] neuropeptide Y. BIBP3226 [ (R) - 
N2- (diphenylacetyl ) -N- (4 -hydroxyphenyl methyl) -n-arginine amide] 
(I mM) , a neuropeptide Y Y.sub.l receptor subtype-selective 
antagonist, and T.sub.4 [neuropeptide Y- (33 -36) ] . sub . 4 , a neuropeptide Y 
Y.sub.2 receptor subtype-selective antagonist, attenuated the increase in 
protein mass to 100 nM neuropeptide Y by 68% and 59%, respectively. 
Neuropeptide Y increased expression of the constitutive gene, myosin 
light chain-2 (MLC-2) , maximally at 12 h 

(4 . 7-fold>basal) but did not induce (t <= 36 h) expression of foetal 
genes (atrial natriuretic peptide (ANP) , skeletal -a-actin and 
myosin heavy chain-P) - This increase was 

attenuated by 86% and 51%, respectively, by BIBP3226 (I nM) and 
T.sub.4 [neuropeptide Y- (33 -36) ] . sub . 4 (100 nM) . [Leu . sup . 3 . sup . 1 , 
Pro. sup . 3 . sup . 4] neuropeptide Y (100 nM) (2 . 4-f old>basal ) and peptide 
YY-(3-36) (100 nM) (2.3 fold>basal) increased expression of MLC-2 mRNA at 
12 h. In conclusion, initiation of cardiomyocyte hypertrophy by 
neuropeptide Y requires activation of both neuropeptide Y Y.sub.l and 
neuropeptide Y Y.sub.2 receptors and is associated with enhanced 
synthesis and attenuated degradation of protein together with increased 
expression of constitutive genes but not reinduction of foetal genes. 
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AB The signal transduction pathway of hypoxic pulmonary arterial contraction 
has not been elucidated. Phosphorylation of the 20-kDa myosin 
light chain (MLC. sub. 2 . sub. 0) is thought to be 



essential for vascular muscle* contraction. However, there are reports 
that smooth muscle will contract in response to nonphysiological stimuli 
such as phorbol esters without the involvement of 
MLC. sub. 2 . sub. Ophosphorylation . The purpose of this study was to 
determine if hypoxia -induced pulmonary arterial contraction is dependent 
on MLC. sub. 2 . sub. 0 phosphorylation. Isolated rat pulmonary and carotid 
(for comparative purposes) arterial strips were contracted with 8 0 mM KC1 
to establish maximum active tension in response to membrane 
depolarization. The strips were then stimulated with one of the 
following: 30 mM KC1 , 1 m-M phenylephrine, 0.01 \M angiotensin II, 1 
^M phorbol 12-myristate 13 -acetate (PMA) , or hypoxia (95% N. sub. 2-5% 
CO. sub. 2). In some experiments ML-9, a myosin light 
chain kinase inhibitor, or calphostin C, a protein kinase C (PKC) 
inhibitor, was introduced into the bath before hypoxia. Isometric tension 
was recorded as a function of time. Muscle strips were f reeze-clamped 
(liquid N2) at various time points during the course of 

responses to the various stimuli. MLC. sub . 2 . sub. 0 phosphorylation levels 
were measured by urea-glycerol gel electrophoresis followed by Western 
blot procedure. Results show that increased MLC. sub . 2 . sub . 0 
phosphorylation correlates with initiation of pulmonary arterial smooth 
muscle contraction in response to all agonists with the exception of PMA, 
a known activator of PKC. The MLC. sub. 2 . sub. 0 phosphorylation levels 
correlate with tension development in response to hypoxia, and ML-9 
abolished the hypoxic contractions. In contrast, hypoxia relaxed carotid 
arterial muscle, and there was a corresponding decrease in the 
MLC. sub. 2 . sub. 0 phosphorylation level. In conclusion, hypoxia appears to 
result in MLC. sub. 2 . sub. 0 phosphorylation-mediated contraction in conduit 
pulmonary arterial muscle and in MLC. sub. 2 . sub. 0 dephosphoryl at ion- 
mediated relaxation in systemic arterial muscle. 
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A multiplicity of small (S) and large (L) napin subunits were purified 
from yellow mustard (Sinapis alba L.) seeds by a protocol involving 
extraction, successive batch-wise cation exchange chromatography on 
carboxymethylcellulose (CM52) , cation exchange HPLC on an SP5PW column 
and reversed phase HPLC on a C18 column. Initial cation exchange HPLC 
resolved 4 major zones of proteins (Ml, M2, Nl and N2) that can 
be phosphorylated by plant Ca . sup . 2 . sup .+ -dependent protein kinase 
(CDPK) . Electrospray ionization mass spectrometry (ESMS) revealed that Ml 
and M2 are 6 kDa proteins, later identified as y-thionin-related 
proteins. ESMS of fractions Nl and N2 revealed the presence of 
14.5 kDa proteins identified as napin complexes, each composed of a 
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single small subunit linked to a single large subunit and involving 4 
disulphide linkages. The napin complexes (NIA, NIB, NIC, NID, N2A, N2B 
and N2C) were disrupted and the constituent small subunits (SI, S2 and 
S3) and large subunits (LIA, LIB, LIC, L2A, L2B and L2C) were resolved by 
reversed phase HPLC and precise average molecular masses determined by 
ESMS. The small and large subunits have average molecular masses of about 
4.4 kDa and 10.1 kDa, respectively. The masses of each napin complex can 
be precisely accounted for from the masses of the constituent subunits. 
Thus the major complex N2A (14 569 ± 3 Da) is evidently composed of S3 
(4434.0 ± 1.5 Da) and L2A (10142.5 ±1.5 Da) and involves 4 
disulphides (loss of 8.0 Da), the expected mass of S3 + L2A-8H being 14 
569 i 2 Da. The yellow mustard napin large chain L2A is phosphorylated 
by wheat CDPK on Ser . sup . 6 . sup . 0 within the sequence 

LQHVIS . sup . 6 . sup . ORIY. The complete sequence of this and other large (and 
small) napin subunits were determined from Edman sequencing and/or ESMS 
data by comparison with published napin sequences. Yellow mustard seed 
CM52 -binding fractions decrease the Ca . sup . 2 . sup .+ -dependent fluorescence 
emission of dansyl-CaM and yellow mustard small and large chains inhibit 
CaM-dependent myosin light chain kinase (MLCK) . 
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AB Immunoglobulin heavy chain gene (IgH gene) 

rearrangements are found in the majority of cases of B-lineage acute 
lymphoblastic leukaemia (ALL) . We have examined bone marrow samples taken 
at presentation or relapse from 109 patients (79 adults and 30 children) 
and have performed sequence analysis of the complementarity determining 
region 3 (CDR3) on 65 alleles from 54 patients. We aimed to define 
immunoglobulin heavy chain (IgH) variable segment 

family use and investigate biological and structural features of the B 
cell in adult and childhood ALL. Using the FR1 fingerprinting method, a 
rearranged band was identified in 70 (89%) of 79 adult ALL and in 29 
(97%) of 30 childhood ALL. This study found no preferential use or 
selection of IgH VH genes and no statistically significant 
structural differences between normal and leukaemic B cells in either 
adult and childhood ALL. An equal proportion of amplifiable cases of 
adult and childhood ALL uses more than one VH family gene 
(24/70, 34%, and 8/29, 27.5%, respectively). There were no significant 
differences in the structure or size of the CDR3 region and the variable 
(V) or joining (J) segment use in ALL patients compared to normal B 
cells. We observed that the N2 region was shorter than N 1 in 
children whereas the opposite was observed in adults (not statistically 
significant) . The J4 segment was a more common rearrangement in children 
than in adults, and in both groups J4 was more frequently associated with 



multiple D segment VDJ rearrangements. An increase in VH6 use in 
leukaemic alleles compared to normal 13 lymphocytes (2%) was observed but 
it was not statistically significant in our group of patients. Amongst 
children and adults, in- frame CDR3 junctions occurred in 78% and 64% of 
rearranged alleles, respectively, compared to 75% of inframe sequences 
reported by others to occur among normal. B cells. 
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We show that a polyclonal rabbit antiserum raised against a purified 
monoclonal T cell component from a lower primate (cotton-topped marmoset) 
reacts by immunoblot transfer (Western Blot analysis) with serum 
immunoglobulin of man and marmoset. The antigenic component had an 
approximate mass of 68 kilodaltons and was isolated by immune-affinity 
chromatography from culture fluid in which the marmoset T cell leukemia 
70-N2 had been grown. The reaction with human serum 

immunoglobulin is with a subset of the IgG molecules and is localized to 
the y heavy chain 
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